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Abstract 
Background: Eradication of HIV cannot be achieved with combination antiretroviral therapy (cART) because of the 
persistence of long-lived latently infected resting memory CD4+ T cells. We previously reported that HIV latency could 
be established in resting CD4+ T cells in the presence of the chemokine CCL19. To define how CCL19 facilitated the 
establishment of latent HIV infection, the role of chemokine receptor signalling was explored.
Results: In resting CD4+ T cells, CCL19 induced phosphorylation of RAC-alpha serine/threonine-protein kinase (Akt), 
nuclear factor kappa B (NF-κB), extracellular-signal-regulated kinase (ERK) and p38. Inhibition of the phosphoinositol-
3-kinase (PI3K) and Ras/Raf/Mitogen-activated protein kinase/ERK kinase (MEK)/ERK signalling pathways inhibited HIV 
integration, without significant reduction in HIV nuclear entry (measured by Alu-LTR and 2-LTR circle qPCR respec-
tively). Inhibiting activation of MEK1/ERK1/2, c-Jun N-terminal kinase (JNK), activating protein-1 (AP-1) and NF-κB, but 
not p38, also inhibited HIV integration. We also show that HIV integrases interact with Pin1 in CCL19-treated CD4+ T 
cells and inhibition of JNK markedly reduced this interaction, suggesting that CCL19 treatment provided sufficient sig-
nals to protect HIV integrase from degradation via the proteasome pathway. Infection of CCL19-treated resting CD4+ 
T cells with mutant strains of HIV, lacking NF-κB binding sites in the HIV long terminal repeat (LTR) compared to infec-
tion with wild type virus, led to a significant reduction in integration by up to 40-fold (range 1–115.4, p = 0.03). This 
was in contrast to only a modest reduction of 5-fold (range 1.7–11, p > 0.05) in fully activated CD4+ T cells infected 
with the same mutants. Finally, we demonstrated significant differences in integration sites following HIV infection of 
unactivated, CCL19-treated, and fully activated CD4+ T cells.
Conclusions: HIV integration in CCL19-treated resting CD4+ T cells depends on NF-κB signalling and increases the 
stability of HIV integrase, which allow subsequent integration and establishment of latency. These findings have impli-
cations for strategies needed to prevent the establishment, and potentially reverse, latent infection.
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Background
The major barrier to HIV cure in patients receiving com-
bination antiretroviral therapy (cART) is the persistence 
of long-lived, latently infected, resting memory CD4+ T 
cells [1]. Understanding how HIV latency is established 
and maintained is critical to the development of novel 
approaches to eradicate HIV. Direct infection of rest-
ing CD4+ T cells in vitro is inefficient [2, 3]. In contrast, 
HIV integration and latency is established in resting 
CD4+ T cells in  vivo [4], in tonsil explants [5], or fol-
lowing co-culture with endothelial cells [6] or dendritic 
cells [7], or following culture with chemokines that bind 
to the chemokine receptors CCR7, CXCR3 and CCR6 
expressed on resting CD4+ T cells [8, 9].
The chemokine CCR7 is expressed on naïve and cen-
tral memory CD4+ T cells and culturing with the CCR7-
ligands CCL19 or CCL21 facilitates entry and integration 
of HIV into these resting CD4+ T cells with minimal 
virus production. In this model, resting CD4+ T cells 
5  day post infection represent a stable latently infected 
population that respond to latency-reversing agents 
(LRA) in a similar pattern to CD4+ T cells from HIV-
infected individuals on cART [10]. We therefore believe 
this is an ideal model to study the early events required 
for establishing latency.
Binding of chemokines to their specific Gi-coupled 
receptors leads to activation of the RhoA/GTPase, phos-
phatidylinositol 3-kinase (PI3K) and phospholipase C 
(PLC) pathways [11]. Binding of HIV glycoprotein (gp)120 
to the HIV co-receptor CXCR4 can also activate the RhoA 
pathway in resting CD4+ T cells, activating cofilin leading 
to depolymerization of the cortical actin cytoskeleton, 
thus facilitating nuclear entry [3, 12]. We demonstrated 
similar cellular changes with the exogenous chemokine 
CCL19 [9]. However, in contrast to HIV infection of rest-
ing CD4+ T cells, where there is minimal integration of 
HIV [2, 3, 9], in chemokine treated cells there was effi-
cient nuclear localization and HIV integration [8, 9].
Activation of PI3K leads to changes in nuclear factor 
kappa B (NF-κB), the Mitogen-Activated Protein kinases 
(MAPK), extra-cellular signal-regulated kinases 1 and 2 
(ERK1/2) [13], p38, c-Jun N-terminal kinase (JNK) [14] 
and serine/threonine protein kinase (Akt) phosphoryla-
tion (Additional file  1: Figure S1). Although NF-κB is a 
potent activator of HIV transcription, previous studies 
have demonstrated that latent or productive infection 
may depend on the relative amount of active NF-κB. In 
T cell lines, high levels of NF-κB enhance HIV transcrip-
tion, but low levels of NF-κB are important for HIV inte-
gration [15]. Furthermore, generating latent infection by 
direct infection of Jurkat T cells requires low levels of 
NF-κB [16]. However, the role of NF-κB in latency in pri-
mary resting CD4+ T cells remains unknown.
Other downstream signalling products of chemokine 
receptor signalling may also impact HIV integration and 
latent infection of resting CD4+ T cells. Activating pro-
tein-1 transcription factors (AP-1) [17] may play a role in 
establishing and maintaining HIV latency [18]. The Ras/
Raf/MEK pathway has previously been associated with 
the nuclear import of the HIV reverse transcriptase com-
plex (RTC) [19] and thus may enhance HIV nuclear entry 
required for infection of resting CD4+ T cells. In the pre-
sent study, we asked whether the PI3K signalling pathway, 
induced by ligation of CCL19 to CCR7, played a key role 
in the establishment of latent infection in CCL19-treated 
resting CD4+ T cells. We demonstrated that activation of 
the NF-κB pathway is critical for efficient integration of 
HIV in CCL19-treated resting CD4+ T cells and that the 
sites of HIV integration depended on the activation state 
of the cell at the time of infection.
Results
Dose response of CCL19 on resting CD4+ T cell signalling
We first determined the dose response of CCL19 on 
activation of downstream signalling in resting CD4+ 
T cells. After only 5  min of treatment with CCL19, we 
saw a strong increase in the level of phosphorylated Akt 
and NF-κB with all doses (range 30–300 nM) of CCL19 
(Additional file  2: Figure S2A). However, we observed a 
dose response of CCL19 on the level of phosphorylated 
ERK. We believe that this may be due to different kinetic 
of activation. Indeed, treatment of resting CD4+ T cells 
with various doses of CCL19 for 15 min led to phospho-
rylation of Akt, NF-κB, ERK and low levels of JNK (Addi-
tional file 2: Figure S2B). Since very low levels of CCL19 
(10–100  nM) are required for priming of resting CD4+ 
T cells for latent infection with HIV [8], we used 30 and 
100 nM of CCL19 for subsequent infection and immuno-
blotting experiments, respectively.
Inhibition of CCL19‑induced signalling by pharmacological 
inhibitors
Activation of CCR7 has been shown to induce multiple 
modules of signalling leading to cell survival, chemot-
axis, endocytosis and others (see review in [11, 20]). To 
determine which pathway of CCL19-mediated signalling 
was important for establishment of latency, pharmaco-
logical agents that inhibit various signalling molecules 
were used (Additional file  1: Figure S1). Inhibition of 
CCL19-induced phosphorylation of Akt, NF-κB, ERK 
and p38 were observed using specific inhibitors to PI3K 
(LY294002 and Wortmannin), NF-κB (SC-514) (Fig.  1a, 
c-I, c-II); MEK1/ERK1/2 (PD980509), p38 (SB203580) 
(Fig.  1b, c-III, c-IV); and a broad-spectrum inhibitor of 
Akt and NF-κB (Bay11-7082) (Fig. 1a, c-II). Phosphoryla-
tion of JNK was not consistently observed in response to 
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Fig. 1 Inhibition of the CCL19-mediated signalling by pharmacological inhibitors. Resting CD4+ T cells were treated for 1 h with a predetermined 
(see “Methods”) concentration of inhibitor to PI3K (LY294002 and Wortmannin), NF-κB (Bay11-7082 and SC-514), JNK (SP600125), ERK (PD980509), 
AP-1 (SR11302) and p38 (SB203580) prior to the addition of CCL19 (100 nM) for 15 min. Cells were lysed and the level of specific phosphorylated 
proteins was measured using immunoblotting. a, b Representative immunoblots from two different donors treated with various inhibitors. GAPDH 
immunoblot was used as control for equal protein loading. c Densitometry of various phosphorylated proteins in the presence or absence of inhibi-
tors in CCL19-treated resting CD4+ T cells. Values were normalised to both GAPDH and unactivated control. Data represent mean ± SD from 2 to 3 
experiments
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CCL19. Since phosphorylation of JNK is required for cell 
migration [21], the lack of pJNK in CCL19-treated cells is 
likely due to timing of detection, as CD4+ T cell migra-
tion is normally measured at least 3 h after the addition 
of CCL19 [22]. However, the effect of JNK (SP600125) 
and AP-1 (SR11302) inhibitors on CCL19-treated cells 
were indirectly observed (Fig.  1c). SP600125 markedly 
inhibited phosphorylation of Akt, but increased p38 
phosphorylation, while SR11302 inhibited the phospho-
rylation of both ERK and p38.
As expected, specific inhibition of PI3K (LY294002 and 
Wortmannin) and NF-κB activation (SC-514) had mini-
mal effect on CCL19-mediated phosphorylation of ERK 
and p38 (Fig.  1a). Similarly, inhibition of the Ras/Raf/
MEK signalling pathway had minimal effects on phos-
phorylation of Akt and NF-κB (Fig.  1b), demonstrating 
the dichotomy of these two pathways in CCR7-signalling.
CCL19‑mediated HIV integration is restricted by inhibitors 
of both PI3K and Ras/Raf/MEK signalling pathways
We used inhibitors of the PI3K pathway, to determine if 
activation of this pathway was critical for HIV integration 
in CCL19-treated resting CD4+ T cells (Fig. 2). In HIV-
infected CCL19-treated resting CD4+ T cells, treatment 
of cells prior to infection with the inhibitors of PI3K, 
LY294002 and Wortmannin, significantly reduced HIV 
integration as measured by Alu-LTR PCR, and reduced 
the levels of 2-LTR circles back to the level of unactivated 
cells (Fig. 2b, c).
To define the specific pathways downstream of the 
chemokine receptor important for HIV integration, we 
next tested inhibitors of p38, MEK1/ERK1/2, JNK, AP-1 
and NF-κB, prior to infection of CCL19-treated resting 
CD4+ T cells. HIV integration was reduced to undetect-
able levels in the presence of inhibitors to MEK1/ERK1/2, 
JNK, AP-1 and NF-κB (Fig.  2d). In comparison, the p38 
inhibitor SB203580 had a mild inhibitory (but not signifi-
cant) effect on HIV integration (Fig. 2d), despite being able 
to fully inhibit p38 phosphorylation (Fig. 1). These inhibi-
tors also reduced the level of 2-LTR circles back to unac-
tivated cells level, although the reduction did not reach 
statistical significance (Fig. 2e). The effect of these inhibi-
tors on HIV integration and 2-LTR circles were not likely 
due to the cytotoxicity of these drugs (Additional file  3: 
Figure S3). We found that the broad-spectrum inhibitor 
of Akt and NF-κB, Bay11-7082, was highly toxic to resting 
CD4+ T cells and was removed from further analysis.
Pin1 is a cellular factor required for HIV integration 
in CCL19‑treated cells
Since JNK activation phosphorylates and stabi-
lizes HIV integrase via an interaction with peptidyl 
Fig. 2 Treatment with PI3K and Ras/Raf/MEK inhibitors, eliminates 
HIV integration in CCL19-treated resting CD4+ T cells. a Resting CD4+ 
T-cells were pre-incubated with inhibitors of specific signalling path-
ways for 1 h before addition of CCL19, PHA-IL2 or DMSO and then 
infected with HIV NL4-3 for 2 h and cultured with media containing 
IL2 (1 U/mL) for up to 4 days following infection. HIV integration was 
measured by qPCR for Alu-LTR (b, d) and nuclear entry was measured 
by qPCR for 2-LTR circles (c, e). Experiments were also performed in 
the presence of inhibitors to PI3K (LY294002 and Wortmannin; b, c). d, 
e Further experiments were conducted in the presence of inhibi-
tors of p38 (SB203580), ERK1/2 (PD980509), JNK (SP600125), AP-1 
(SR11302), or NF-κB (SC-514) activation. Each column represents the 
mean copy number and the symbols represent individual donors. The 
detection limit for the Alu-LTR was 300 copies/106 cells and is shown 
as a dashed line. *p < 0.05; **p < 0.005
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prolyl-isomerase (Pin1) in activated CD4+ T cells [23], 
we used a co-immunoprecipitation (IP) assay to analyse 
the formation of Pin1/integrase-containing complexes in 
resting CCL19-treated CD4+ T cells. Like PHA-IL2 acti-
vation, CCL19 induced formation of Pin1/integrase com-
plexes and this was impaired in the presence of the JNK 
inhibitor SP600125 (Fig. 3a). We also used siRNA knock-
down of Pin1 to determine whether Pin1 was required 
for integration and establishment of latency in CCL19-
treated resting CD4+ T cells. Expression of Pin1 in CD4+ 
T cells was similar after stimulation with PHA-IL2 or 
CCL19, but was greatly reduced in siRNA-transfected 
cells compared to the scrambled control (Fig. 3b, upper 
panel). Following HIV infection of these cells, we found 
a statistically significant reduction in both 2-LTR circles 
and integrated HIV DNA (Fig. 3b), consistent with a pre-
vious report [23]. These data suggest that Pin1 may affect 
pre-integration events in resting CD4+ T cells as well as 
PHA-IL2 activated cells. These experiments confirmed 
that interactions of JNK, integrase and Pin1 are likely 
similar following infection of resting and activated CD4+ 
T cells and are critical for HIV infection.
NF‑κB site 1 in the HIV LTR is essential for HIV integration 
in CCL19‑treated resting CD4+ T cells
To determine the role of NF-κB in the establishment of 
latency, we next infected CCL19-treated resting CD4+ T cells 
with HIV that contained a mutation in one or both NF-κB 
binding sites in the HIV LTR, which we refer to as ΔNF-κB1, 
ΔNF-κB2 or ΔNF-κB1,B2 respectively (Fig. 4a). No integra-
tion was detected after infection of CCL19-treated resting 
CD4+ T cells with NL4-3 ΔNF-κB1 or ΔNF-κB1,B2 (Fig. 4b), 
highlighting the critical role of the first NF-κB site in facilitat-
ing HIV integration in CCL19-treated resting CD4+ T cells. 
Infection with NL4-3 ΔNF-κB1,B2, compared to wild type 
NL4-3, showed a decreased in HIV integration to undetect-
able levels in all 4 donors by a mean (range) of 40 (1–115.4) 
fold (p = 0.03) in CCL19-treated CD4+ T cells with only a 
modest reduction in HIV integration of 5 (1.7–11) fold in 
fully activated CD4+ T cells although this was not significant. 
Similar results were obtained following infection with the 
ΔNF-κB1 single mutant when compared to wild type NL4-3. 
Infection with the ΔNF-κB2 single mutant showed a reduc-
tion in integration in CCL19-treated CD4+ T cells in only 
two of the 4 donors tested (Fig. 4b). In contrast, infection of 
PHA-IL2 activated CD4+ T cells resulted in a small but non 
statistically significant reduction in the levels of integration 
following infection with NL4-3 ΔNF-κB1 and ΔNF-κB1,B2 
viruses (Fig. 4b).
In unactivated resting CD4+ T cells, integration 
was not detected (<300 copies/million cells, n  =  4) for 
all viruses tested, except one donor where infection 
with NL4-3 wild type virus had detectable integration 
(Fig.  4b). There were no significant changes in the fre-
quency of 2-LTR circles in the different culture condi-
tions when the different mutant viruses were compared 
to wild type NL4-3 (Fig.  3c). Collectively, these data 
demonstrate that at least the first NF-κB binding site in 
the HIV LTR is required for efficient HIV integration in 
CCL19-treated resting CD4+ T cells.
Identification of HIV integration sites in resting 
and activated CD4+ T cells
Given the importance of intact NF-κB sites for integra-
tion in CCL19-treated resting CD4+ T cells, we next 
asked if the site of HIV integration differed when HIV 
Fig. 3 Role of Pin1 in HIV integration in CCL19-treated resting CD4+ 
T cells. Resting CD4+ T cells were cultured with CCL19 or activated 
with PHA-IL2 for 2 days prior to infection with HIV NL4-3. Immuno-
precipitated proteins were analysed by SDS-PAGE and immunoblot 
with anti-HIV integrase antibody. a Co-IP of integrase and Pin1 was 
determined by IP with anti-Pin1 antibodies and probing for integrase 
(32 kDa) and Pin1 (18 kDa) in the presence and absence of the JNK 
inhibitor (SP600125, 10 µM) in HIV-infected CCL19-treated (upper 
panel) and PHA-IL2 activated (lower panel) CD4+ T cells. b PHA-IL2 
activated and CCL19-treated resting CD4+ T cells were transfected 
with Pin1-specific or scrambled control siRNA, infected 2 days later 
with HIV, and 5 h later examined for Pin1 expression by immuno-
blot with antibodies to Pin1 or the GAPDH loading control (lower 
panel). The effects of Pin1 siRNA inhibition on HIV nuclear entry and 
integration were determined by real time PCR quantification of HIV 
2-LTR circles (left panels) or Alu-LTR (right panels) respectively at day 
4 post-infection. HIV-infected PHA-IL2 activated (grey columns) or 
CCL19-treated (open columns) CD4+ T cells are shown. Each column 
represents the mean of three donors. Individual donors are shown as 
symbols. *p < 0.05; **p < 0.01
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integration occurred in either resting or activated CD4+ 
T cells. Using inverse PCR and cloning, as previously 
described [24], we identified unique integration sites 
following HIV infection of CCL19-treated (number of 
unique clones, n  =  247), PHA-IL2 activated (n  =  432) 
and unactivated CD4+ T cells (n =  133). We compared 
the integration sites to those previously published in total 
CD4+ T cells from HIV-infected patients on suppressive 
cART [25], and from random sites in the genome. Using 
this method, we could not assess the frequency of the 
specific clonal integration sites as recently reported [26, 
27], because we excluded analysis of integration sites that 
occurred more than once.
The distance from a series of genomic and epigenomic 
features are summarised as a heat map (Fig. 5). First, in 
all infection conditions, HIV preferentially integrated 
in actively transcribed genes (Additional file  4: Figure 
S4A, B) as previously reported for activated and resting 
CD4+ T cells [28, 29] and the Jurkat cell line [16]. Sec-
ond, the distance from the genomic and epigenomic fea-
tures in all in  vitro models was similar, and these sites 
Fig. 4 The NF-κB binding site in the HIV LTR is needed for efficient 
integration in CCL19-treated resting CD4+ T cells. a Mutations 
introduced into either or both NF-κB binding sites of the HIV LTR. The 
number of integrated HIV copies (b) and 2-LTR circles (c) per million 
cells 4 days following infection of unactivated, CCL19-treated and 
PHA-IL2 activated CD4+ T cells with wild type NL4-3 or NL4-3 contain-
ing mutations in the NF-κB binding sites, at both sites (ΔNF-κB1,B2) or 
either the first (ΔNF-κB1) or second (ΔNF-κB2) site alone. The columns 
represent the mean copy number and the individual donors are 
shown as different symbols. The detection limit for the Alu-LTR was 
300 copies/106 cells and is shown as a dashed line. The upper line and 
associated p value is for Kruskal–Wallis analysis of the four viruses and 
the lower line and p values shown as asterisks are for Mann–Whitney 
comparisons of two viruses or conditions. *p < 0.05, n = 4
Fig. 5 Distance of genomic features from the site of HIV integra-
tion. Following HIV infection of unactivated, CCL19-treated and 
PHA-IL2 activated CD4+ T cells, HIV integration sites were cloned, 
sequenced and mapped to the human genome. Genomic features 
were identified using the UCSC genome browser and the distance to 
the closest instance of each feature was determined. Comparison of 
the integration sites in each of the three in vitro conditions was made 
to integration sites previously described in CD4+ T cells from HIV-
infected patients on cART (n = 4) [24] and randomly selected sites 
on the genome (n = 10,000; random). The distance for each site was 
analysed and plotted as log mean distance. Blue represents increased 
and red represents decreased distance from the genomic feature. The 
labels on the y-axis are shown in Additional file 1: Table S1. The small 
boxes on the right of the figure describe the main features of the inte-
gration sites and are classified as genomic (grey), methylated (associ-
ated with elevated transcription, red; intermediate transcription, pink; 
and repression, blue) and acetylated (associated with promoters, pink; 
associated with TSS, red) features
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clustered separately from the patient-derived cells and 
random sites (Fig.  5). Finally, we found multiple dif-
ferences between the integration sites in the different 
in vitro conditions, after adjusting for multiple compari-
sons (Additional file 5: Table S1). 
Significant differences in integration sites between the 
different in vitro conditions were seen in the distance from 
the H2AZ, DNAse hypersensitivity site, Alu including Alu 
S, Alu J and Alu Y (Additional file 6: Figure S5A) and tran-
scriptional start sites (TSS), which are all highly transcrip-
tionally active regions. We saw no significant differences in 
the distance from CCCTC-binding Factor (T cell Factor, 
TCF), polymerase (pol) II, CpG and the majority of histone 
methylation and acetylation sites (Additional file 5: Table 
S1). For other genes such as Long Interspersed Nuclear 
elements (LINE 1), the integration sites in CCL19-treated 
infected cells were significantly closer than other in vitro 
conditions (Additional file 4: Figure S4C). This site tends 
to indicate gene rich regions. Based on the median dis-
tance from LINE 1, in CCL19-treated cells HIV showed a 
very strong preference to integrate in these sites, similar to 
patient derived cells. There was no association with culture 
conditions and proximity to RTE or CR1 but in CCL19-
treated cells, HIV integrated closer to L1 sites and more 
distant from L2 (Additional file  6: Figure S5B). For his-
tone methylation sites associated with intermediate tran-
scriptional activity, in CCL19-treated cells HIV integrated 
further away than in PHA-IL2 and unactivated cells. The 
exception in this group was H4R3me2, a methylation site 
initially thought to be involved in priming gene expression 
but more likely mediating global gene repression in T-cells 
[30] (Additional file 5: Table S1). Other histone methyla-
tion sites were distant from integration sites, except for 
H4K20me3, which is strongly associated with heterochro-
matin [31]. Integration of HIV in CCL19-treated cells, as 
well as in PHA-IL2 fully activated cells, had a strong pref-
erence for this region (Additional file 4: Figure S4C, Addi-
tional file 5: Table S1).
We used gene array analyses to look at the gene expres-
sion in different in vitro conditions and sought to deter-
mine if there was a relationship between expression of 
a specific gene and the site of integration. There was no 
significant difference between the three conditions in 
the level of expression of genes at the HIV insertion sites 
(Additional file 4: Figure S4A). The majority of the genes 
where HIV integration occurred, were involved in cel-
lular housekeeping activities (such as ubiquitin activity, 
nuclear transport, and nucleotide metabolism) and cell 
signalling pathways, and were expressed at similar levels 
in CCL19-treated and unactivated resting CD4+ T cells 
(Additional file 4: Figure S4B).
Finally, we have identified 152, 85 and 62 genes host-
ing integrated HIV in PHA-IL2, CCL19 and unactivated 
cells, respectively, of which 40 genes with insertion sites 
in two or more of the three cell populations (Additional 
file  7: Figure S6). Only two genes (TBCD; tubulin fold-
ing cofactor D and NSD1; nuclear receptor binding SET 
domain protein 1; Additional file 7: Figure S6, blue font) 
had been previously identified in infected CD4+ T cells 
from HIV-infected patients on cART [25–27, 32, 33]. We 
did find HIV integration in genes associated with mitosis 
and cancer, but these specific genes were not enriched in 
the three culture conditions (Additional file 7: Figure S6; 
red font). These data suggest that the selection for inte-
gration sites in CD4+ T cells from HIV infected patients 
on cART differs from in vitro infection of resting or acti-
vated CD4+ T cells.
Discussion
We have previously shown that multiple chemokines facil-
itate efficient HIV nuclear localization and integration in 
resting CD4+ T cells in  vitro [9]. Chemokines or HIV 
itself, via binding of gp120 to the co-receptor CXCR4, can 
activate the RhoA/Rac/cdc42 pathways and disrupt corti-
cal actin to allow passage of the pre-integration complex 
into the nucleus [3]. However, in purely resting CD4+ T 
cells, integration remains inefficient even if nuclear locali-
zation occurs [3, 9]. We now demonstrate that CCL19 
signalling, via the PI3K pathway and NF-κB, plays a key 
role in HIV integration in resting CD4+ T cells. HIV inte-
gration was reduced by inhibitors of NF-κB or upstream 
signalling pathways that reduce NF-κB activation. This is 
consistent with data from T cell lines, where low levels of 
NF-κB favored latent infection, while high levels of NF-κB 
favored productive infection [15].
We show that deletion of both NF-κB binding sites in 
the LTR eliminated HIV integration in CCL19-treated 
CD4+ T cells, but not in activated CD4+ T cells. Viruses 
with deletions or base-pair substitutions in the NF-κB 
enhancer of the LTR vary in replication competence 
in different in  vitro models [34, 35]. Other studies have 
shown a direct correlation between viral replication and 
the level of NF-κB protein expressed in the specific cell 
that was infected [35]. Mutation of GGG to CTC (or 
TCT) in the NF-κB sites in the LTR abrogated NF-κB 
binding [36] and resulted in lower HIV replication than 
wild type virus [37]. Although we found a small reduction 
in the replicative capacity of the NF-κB mutated viruses 
in PHA/IL2 activated CD4+ T cells, as measured by inte-
grated HIV DNA, there was no integration of mutant 
virus in CCL19-treated CD4+ T cells. Our data in a rest-
ing CD4+ T cell model of HIV latency shows a critical 
role for NF-κB in HIV integration in the CCL19-treated 
primary resting CD4+ T cells.
NF-κB, or indeed other transcription factors, could 
potentially increase efficient HIV integration in 
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CCL19-treated resting CD4+ T cells in several ways. 
First, in other retroviruses, direct interaction of tran-
scription factors with LTR enhancer sequences play a piv-
otal role in directing integration toward genomic regions 
rich in transcription factor binding sites [38]. In murine 
leukemia virus, transcription factors binding to the viral 
LTR enhancer may tether retroviral integrase and the 
pre-integration complex to transcriptionally active regu-
latory regions [39]. Second, NF-κB may facilitate HIV 
integration through its activity in homologous recombi-
nation and DNA repair, which is required for HIV inte-
gration [40]. The Lens epithelium–derived growth factor 
p75 splice variant (LEDGF) is a chromatin-binding pro-
tein that can direct HIV into active transcription units, 
and promotes the repair of DNA double-strand breaks 
by the homologous recombination repair pathway [41]. 
NF-κB may promote homologous recombination and 
DNA repair through interactions with Rad51, a key regu-
lator of the homologous recombination pathway of DNA 
repair [42], and with the Breast cancer 1-C-terminal 
binding protein 1 (BRCA1-CtIP) complex, which acceler-
ated Rad51 foci formation [42]. These observations, and 
our findings, suggest an important role for NF-κB activa-
tion in HIV integration, at least in resting CD4+ T cells 
that lack alternative transcription factors.
Other transcription factor binding sites, in particular 
AP-1, have been shown to be critical for the establish-
ment of latency amongst different subtypes of HIV [18]. 
Here we show that CCL19 could induce the signalling 
cascade upstream of AP-1, indicating that chemokine 
signalling may also maintain latent infection after inte-
gration has occurred. However, the importance of AP-1 
in maintaining HIV latency was not specifically tested in 
this model.
We also showed that akin to fully activated CD4+ T 
cells, CCL19 also induced signalling of the Ras/Raf/
MEK/JNK pathway. Activated JNK was shown to bind 
and phosphorylate HIV integrase, which then interact 
with Pin1 [23]. Pin1 was shown to play a crucial role in 
stabilizing integrase, in the form of a pre-integration 
complex, and prevent its degradation via the protea-
some pathway [23]. Thus inhibitors of the Ras/Raf/MEK/
JNK signalling pathway could lead to significant impair-
ment in HIV integration and 2-LTR circles formation in 
both CCL19 and PHA-IL2 treated CD4+ T cells. This is 
further supported by evidence that knockdown of Pin1 
led to a similar effect as using inhibitors of the Ras/Raf/
MEK/JNK signalling pathway on both HIV integration 
and 2-LTR circles formation. The reduction of 2-LTR cir-
cles to levels found in unactivated cells in the presence 
of PI3K or NF-κB inhibitors was less clear. One possible 
explanation was that phosphorylated NF-κB binds to its 
binding sites in the LTR and facilitates nuclear entry of 
the pre-integration complex (Fig. 4 and [43]), thus inhi-
bition of NF-κB signalling could lead to a reduction of 
nuclear entry and subsequently affect both the level of 
integration and 2-LTR circles.
Finally, we show that the site of HIV integration differs 
between cells with differing activation states at the time 
of HIV infection. The majority of integration sites were 
within active transcriptional units, as previously shown 
for patient derived cells and other models of in  vitro 
infection [24, 44, 45]. However, CCL19-treated resting 
CD4+ T cells had a pattern of integration that differed 
significantly from the other in vitro conditions, suggest-
ing HIV integration site selection may depend on the 
balance of transcription factors, including NF-κB, at the 
time of infection. Differences in integration site may also 
contribute to the varied response to latency activators 
using different in  vitro models of latent infection [10]. 
Our findings are in contrast to a recent study of multiple 
in  vitro models of latency, where integration sites were 
associated with differences in virus expression in individ-
ual models, but integration sites and associated genomic 
features were not predictive across different models 
of latency [45]. It is important to note that the analysis 
used for our study was different because we compared 
infected resting and activated cells, rather than compar-
ing expressed and inducible infection in different mod-
els of latency. In our method of integration site analysis 
we considered only unique sites in each condition and 
were therefore unable to show over-representation of the 
particular integration sites recently reported for BACH 
and other genes using CD4+ T cells from HIV-infected 
patients on cART [25–27, 32, 33].
Conclusions
We show that activation of NF-κB and the NF-κB bind-
ing site of the HIV LTR enhancer promoter are critical 
for efficient HIV integration in CCL19-treated resting 
CD4+ T cells. CCL19 signalling increases the stability 
of HIV integrase, protects it from degradation, which 
allows subsequent integration and establishment of 
latency. Furthermore, we show significant differences in 
integration sites following HIV infection of unactivated, 
CCL19-treated, and fully activated CD4+ T cells. These 
findings have implications for strategies needed to pre-
vent the establishment, and potentially reverse, latent 
infection.
Methods
Isolation of CD4 T cells
Peripheral blood mononuclear cells (PBMC) were iso-
lated from buffy coats obtained from the Australian Red 
Cross Blood Service (Melbourne, Australia). Resting 
CD4+ T cells were isolated by magnetic bead depletion 
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and cell sorting as previously described [8]. The result-
ing T cells consisted predominantly of naïve and central 
memory T cells [46] and purity was routinely >95 %, as 
assessed by flow cytometry.
Cell lysis, immunoblotting (IB) and immunoprecipitation 
(IP)
To measure the effect of CCL19 on activation of the 
PI3K signalling pathway, we first determined the dose 
and kinetics of CCL19 on key signalling proteins phos-
phorylation in resting CD4+ T cells. In brief, freshly iso-
lated resting CD4+ T cells were cultured overnight in 
RF1 [RPMI1640 media supplemented with 1× penicil-
lin–streptomycin–glutamine (Life Technologies, Carls-
bad, CA) and 1  % heat-inactivated fetal bovine serum 
(Bovogen Biologicals, Melbourne, Australia)]. On the 
following day, five million viable cells per condition was 
stimulated with various doses of CCL19 (30, 100, 200 
and 300  nM) for exactly 5 or 15  min and immediately 
lysed with RIPA buffer (1  % NP40, 0.5  % SDS, 1  mM 
DTT, 10  mM Tris–HCl pH 7.6, 150  mM NaCl, 2  mM 
EDTA) containing Halt protease and phosphatase inhib-
itor cocktail (Thermo Fisher Scientific, Waltham, MA). 
Unstimulated or phorbol 12-myristate 13-acetate (PMA, 
10 µg/ml Sigma-Aldrich, St. Louis MO) and ionomycin 
(2  µM, Sigma-Aldrich) stimulated cells were used as 
controls.
Protein concentrations of cell lysates were measured 
by the Bradford protein assay (Bio-Rad, Hercules, CA). 
Total cell lysates (50  μg) were resolved on a 10  % SDS-
polyacrylamide gel, transferred onto nitrocellulose 
membrane, and processed further for immunobloting 
as previously described [9]. The membrane was sequen-
tially probed with 1:1000 of anti-p-NF-κB (ser529, BD 
Biosciences, San Jose, CA), anti-p-Akt, anti-p-JNK, 
anti-p-ERK1/2, anti-p-p38, and anti-glyceraldehyde 
3-phosphate dehydrogenase (GAPDH; all from Cell sig-
nalling Technologies, Danvers, MA), and re-probed with 
either horseradish peroxidase-conjugated anti-mouse or 
anti-rabbit secondary antibodies (Cell Signalling Tech-
nologies). The signal density was analysed using elec-
trochemiluminescence (ECL) plus Western blotting 
detection reagents (GE Healthcare, UK) and MF-Chemi-
BIS chemiluminescence imaging (DNR Bio-Imaging sys-
tems, Jerusalem Israel).
Immunoprecipitation experiments were performed 
using 200 µg of total cell lysate from CCL19 or PHA-IL2_
treated CD4+ T cells in the presence or absence of JNK 
inhibitor, SP600125 (10  µM, Sigma-Aldrich). Primary 
antibodies to Pin1 (Santa Cruz Biotechnology Inc, Dallas, 
TX) was added and incubated overnight at 4 °C followed 
by the addition of protein-G-sephrose beads (Genscript, 
Piscataway, NJ) for another 3 h. After washing the beads, 
the samples were subjected to IB analysis using anti-HIV 
integrase antibody (Abcam, Cambridge, UK).
Inhibition of PI3K signalling pathway using 
pharmacological inhibitors
Freshly isolated purified CD4+ T cells were rested over-
night in RF1 and incubated in the presence or absence of 
either PI3K inhibitors LY294002 (50 µM) and Wortman-
nin (100  nM); p38 inhibitor SB203580 (5  µM); MEK1/
ERK1/2 inhibitor PD980509 (50  µM); JNK inhibitor 
SP600125 (10  µM, All from Sigma-Aldrich); NF-κB 
inhibitors SC-514 (100  µM) and Bay 11-7082 (10  µM, 
Calbiochem, San Diego, CA); or AP-1 inhibitor SR11032 
(1  µM, Tocris Biosciences, Bristol, UK) for 1  h. Cells (5 
million) were treated with 100 nM of CCL19 for 15 min, 
lysed and immunoblotted as described above. Unstimu-
lated or phorbol 12-myristate 13-acetate (PMA, 10  µg/
ml Sigma-Aldrich) and ionomycin (2 µM, Sigma-Aldrich) 
stimulated cells were used as controls. Protein intensity 
was analysed using densitometry of gel images using FIJI 
software [47].
Plasmids and virus production
293T cells (ATCC, Manassas, VA) were transfected 
according to the manufacturer’s instructions (FuGene; 
Roche Diagnostics, Indianapolis, IN) with the plasmid 
coding for CXCR4 (X4)-using virus NL4-3 (kindly sup-
plied by Prof. Damian Purcell, University of Melbourne, 
Australia). Viral plasmids with mutations in the NF-κB 
binding sites in the HIV long terminal repeat (LTR) were 
kindly provided by Dr. Monsef Benkirane (Institute of 
Human Genetics, Montpellier, France [48]) and included 
those with either a single mutation (GGG  →  CTC) at 
position −105 (site 1) or position −92 (site 2), or at both 
sites (double mutant) [49]. Following transfection, cul-
ture supernatants were concentrated over sucrose gradi-
ents and assessed for reverse transcriptase (RT) activity 
[8].
Infection of resting CD4+ T cells
Resting CD4+ T cells were isolated by magnetic bead 
depletion and cell sorting, as previously described [8]. 
Purified cells were incubated with CCL19 (30  nM) for 
24  h prior to infection. When pharmacological inhibi-
tors of PI3K signalling were used, inhibitors were added 
1  h prior to the addition of CCL19. Cells activated for 
2 days with phytohemagglutinin (PHA, 10 μg/ml; Sigma) 
and IL2 (10  IU/ml, Roche Diagnostics) or left unstimu-
lated were used as controls. Cells were then infected with 
NL4-3 virus, or with NL4-3 that had a mutation in one or 
both NF-κB binding sites at 1 reverse transcriptase (RT) 
count per minute (CPM)/cell for 2 h at 37 °C and washed 
before further culture with IL2 (1 IU/ml).
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Cytotoxicity assay
To address the toxicity of the pharmacological agents 
used, freshly isolated resting CD4+ T cells were treated 
with the same dose of pharmacological inhibitors in the 
presence of CCL19 (30  nM) for 48  h. Cells were then 
washed and cultured for a further 72 h. The percentage 
of viable cells on day 2 and day 5 was determined by flow 
cytometry using live fixable viability dye eFluor® 780 
(eBioscience, San Diego, CA), according to manufactur-
er’s instruction.
Quantification of HIV infection
Following infection, RT was quantified in cell culture 
supernatant as previously described [8]. Integrated HIV 
DNA and 2-LTR circles were quantified using real time 
PCR (iCycler, Bio-Rad, Hercules, CA) as previously 
described [9, 50].
Small interfering (si)RNA nucleofection
Resting CD4+ T cells were transfected with peptidyl pro-
lyl-isomerase (Pin1) specific siRNA (sc-36230-SH; Santa 
Cruz, Biotechnology Inc, Dallas, TX) or control (scram-
bled) siRNA (sc-37007, Santa Cruz Biotechnology Inc), 
at 100  pmol per reaction using nucleofection (Amaxa 
Human T cell Nucleofector kit, Lonza, Cologne, Ger-
many) according to the manufacturer’s instruction. Pin1 
siRNA sequences: 5′-GUCAGAUGCAGAAGCCAUU-3′, 
5′-CCGAAUUGUUUCUAGUUAG-3′, and 5′-UCCU-
CUGUUCAGUCGCAAA-3′. Knockdown of Pin1 protein 
was confirmed by Immunoblot using anti-Pin1 antibody 
(Santa Cruz Biotechnology Inc). Transfected cells were 
maintained in RPMI 1640 with 10 % Fetal calf serum for 
up to 48 h and stimulated with either PHA-IL2 or CCL19 
prior to HIV infection or analysed by IB.
Cloning and sequencing of HIV integration sites
Resting CD4+ T cells were activated with PHA-IL2, 
CCL19, or left unactivated before infection with HIV. 
Cells were harvested at day 4 post infection and the lev-
els of viral integration were assessed by real-time PCR 
assay for Alu-LTR [50]. The identification of HIV inte-
gration sites was determined by an inverse PCR assay as 
previously described [24]. The integration site sequences 
were mapped onto the human genome using University 
of California Santa Cruz (UCSC) Genome Bioinformatics 
database. All the genomic feature data sets were down-
loaded from the UCSC genome database. The pattern of 
these features was compared between the in vitro condi-
tions and CD4+ T cells from HIV-infected patients on 
antiretroviral therapy from published data [25]. To assess 
patterns in relation to genomic features, such as DNA 
methylation and/or acetylation pattern, the distance from 
these genomic features was calculated using Genomic 
Hyperbrowser (http://hyperbrowser.uio.no/hb/). Gene 
expression in the in  vitro infected cells was determined 
using gene array analysis [51]. Cells were activated with 
CCL19 for either 6  h or 72  h before infection, gene 
expression from the two time-points were compared to 
unactivated or PHA-IL2 activated cells.
Statistical analysis
Graphpad Prism was used for statistical analyses and 
preparing plots. A Kruskal–Wallis test was used for com-
parisons between groups and a Mann–Whitney test for 
analysis within groups. For comparisons between groups 
either a Student’s t test or a Mann–Whitney U test was 
used. Normalization was performed by log transforma-
tion before analysis.
The statistical program R [51] was used for analysis of 
gene arrays, cluster analysis and heatmap generation. A 
Student’s t test or Mann–Whitney test was used for com-
parisons between populations and p  <  0.05 was consid-
ered significant.
For the site of integration, a Fisher’s exact test was 
used to determine the statistical significance between the 
groups when examining the proportion of integration 
sites that were near or far from a specific genomic fea-
ture. In addition, we treated the median distance of inte-
gration sites as a measure of association for that genomic 
feature. Since the populations of integration sites failed 
the normality tests, we used a non-parametric Kruskal–
Wallis ANOVA to determine significance. We then used 
a Dunn’s test with Bonferroni correction to determine 
the difference between each group.
Additional files
Additional file 1: Figure S1. Signalling pathways downstream of CCR7. 
Schematic representation of the signalling pathways activated by PI3K 
and Ras following chemokine ligation. The site of action and names of 
specific inhibitors are shown as red lines. Figure is based on [20, 52–54]; 
and the KEGG Chemokine signalling pathway; http://www.genome.jp/
kegg-bin/show_pathway?map04062.
Additional file 2: Figure S2. Dose response of CCL19 on resting CD4+ 
T cells. Resting CD4+ T cells were incubated with various concentrations 
of CCL19 for 5 minutes (A) or 15 minutes (B) and the level of intracellular 
phosphorylated proteins examined. Cell lysates were assessed by immu-
nobloting using antibody to phosphorylated Akt (pAkt), pNF-κB, pERK, 
pJNK and loading control GAPDH. Cells treated with PMA and Ionomycin 
was used as a positive control. Data represent immunoblots of two inde-
pendent experiments.
Additional file 3: Figure S3. Cytotoxicity of signalling inhibitors on 
CD4+ T cells. Resting CD4+ T cells were treated with various inhibitors (see 
“Methods” for concentrations used) in the presence of CCL19 and incu-
bated for 48 h. Cells were then washed and cultured for another 72 h. Cell 
viability was determined using live/dead staining and analysed by flow 
cytometer. Data represents mean ± SD of two independent experiments.
Additional file 4: Figure S4. Integration site selection and gene activa-
tion in chemokine treated cells. A, Gene expression was determined by 
Illumina bead array in unactivated, CCL19-treated or PHA-IL2 activated 
Page 11 of 12Saleh et al. Retrovirology  (2016) 13:49 
Authors’ contributions
PUC, SRL, AJ, DV, SS, HL and JM conceived and designed the experiments; SS, 
HL, GS, DV, DH, KC, ST., TA, JZ, AH performed experiments; SS, HL, AJ, DV, DH, 
KC, ST, TA, JZ, JA, AH, TC, LG, MC, HD, PUC, SRL analysed the data; AH, TC, LG, 
MC, JM, HD, contributed reagents materials and analysis tools; SS, HL, DV, AJ, 
VE, JA, PUC and SRL wrote the manuscript. All authors read and approved the 
final manuscript. 
Author details
1 Doherty Institute for Infection and Immunity, The University of Melbourne, 
Melbourne, Australia. 2 Department of Infectious Diseases, Alfred Health, 
Monash University, Melbourne, Australia. 3 Centre for Biomedical Research, 
Burnet Institute, Melbourne, Australia. 4 Centre for Virus Research, Westmead 
Millennium Institute, University of Sydney, Sydney, Australia. 5 Department 
of Microbiology, Monash University, Melbourne, Australia. 6 Department 
of Infectious Diseases, School of Medicine, Deakin University, Melbourne, 
Australia. 7 Division of Hematology–Oncology, Department of Medicine, 
David Geffen School of Medicine at UCLA, Los Angeles, CA, USA. 8 University 
California Los Angeles (UCLA) AIDS Institute, David Geffen School of Medicine 
at UCLA, Los Angeles, CA, USA. 
Acknowledgements
We thank the staff of the flow cytometry unit at the Alfred Monash Research 
and Education Precinct for assistance with sorting and analysis by flow cytom-
etry. We would like to thank the UCLA/CFAR Virology Core laboratory for PCR 
support needed for HIV integration site analysis.
Competing interests
The authors declare that they have no competing interests.
Ethics statement
The use of blood samples from normal donors for this study was approved by 
the Alfred Hospital (HREC 156/11) and Monash University (CF11/1888) Human 
Research and Ethics Committees. Donors were recruited by the Red Cross 
Blood Transfusion Service as normal blood donors and all provided written 
informed consent for the use of their blood products for the research.
Funding sources
SRL is an Australian National Health and Medical Research Council (NHMRC) 
Practitioner Fellow. This work was supported by grants from the National 
Institutes of Health (NIH) U19-AI096109 and 1R56AI095073-01A1 (SRL and 
PUC), R21DA031036 and R21AI106472 (DV), the American Foundation for AIDS 
Research (SS, PUC, SRL) and the NHMRC (491154 and 1002761).
Received: 17 May 2016   Accepted: 15 July 2016
References
 1. Chun TW, Davey RT Jr, Engel D, Lane HC, Fauci AS. Re-emergence of HIV 
after stopping therapy. Nature. 1999;401:874–5.
 2. Swiggard WJ, Baytop C, Yu JJ, Dai J, Li C, Schretzenmair R, Theodosopou-
los T, O’Doherty U. Human immunodeficiency virus type 1 can establish 
latent infection in resting CD4+ T cells in the absence of activating 
stimuli. J Virol. 2005;79:14179–88.
 3. Yoder A, Yu D, Dong L, Iyer SR, Xu X, Kelly J, Liu J, Wang W, Vorster 
PJ, Agulto L, et al. HIV envelope-CXCR4 signaling activates cofilin 
to overcome cortical actin restriction in resting CD4 T cells. Cell. 
2008;134:782–92.
 4. Haase AT, Henry K, Zupancic M, Sedgewick G, Faust RA, Melroe H, Cavert 
W, Gebhard K, Staskus K, Zhang ZQ, et al. Quantitative image analysis of 
HIV-1 infection in lymphoid tissue. Science. 1996;274:985–9.
 5. Kinter A, Moorthy A, Jackson R, Fauci AS. Productive HIV infection of rest-
ing CD4+ T cells: role of lymphoid tissue microenvironment and effect of 
immunomodulating agents. AIDS Res Hum Retroviruses. 2003;19:847–56.
 6. Shen A, Baker JJ, Scott GL, Davis YP, Ho YY, Siliciano RF. Endothelial cell 
stimulation overcomes restriction and promotes productive and latent 
HIV-1 infection of resting CD4+ T cells. J Virol. 2013;87:9768–79.
 7. Evans VA, Kumar N, Filali A, Procopio FA, Yegorov O, Goulet JP, Saleh S, 
Haddad EK, da Fonseca Pereira C, Ellenberg PC, et al. Myeloid dendritic 
cells induce HIV-1 latency in non-proliferating CD4+ T cells. PLoS Pathog. 
2013;9:e1003799.
 8. Saleh S, Solomon A, Wightman F, Xhilaga M, Cameron PU, Lewin SR. CCR7 
ligands CCL19 and CCL21 increase permissiveness of resting memory 
CD4+ T cells to HIV-1 infection: a novel model of HIV-1 latency. Blood. 
2007;110:4161–4.
 9. Cameron PU, Saleh S, Sallmann G, Solomon A, Wightman F, Evans VA, 
Boucher G, Haddad EK, Sekaly RP, Harman AN, et al. Establishment 
of HIV-1 latency in resting CD4+ T cells depends on chemokine-
induced changes in the actin cytoskeleton. Proc Natl Acad Sci USA. 
2010;107:16934–9.
 10. Spina CA, Anderson J, Archin NM, Bosque A, Chan J, Famiglietti M, Greene 
WC, Kashuba A, Lewin SR, Margolis DM, et al. An in-depth comparison of 
latent HIV-1 reactivation in multiple cell model systems and resting CD4+ 
T cells from aviremic patients. PLoS Pathog. 2013;9:e1003834.
 11. Evans VA, Khoury G, Saleh S, Cameron PU, Lewin SR. HIV persistence: 
chemokines and their signalling pathways. Cytokine Growth Factor Rev. 
2012;23:151–7.
 12. Wu Y, Yoder A, Yu D, Wang W, Liu J, Barrett T, Wheeler D, Schlauch K. Cofilin 
activation in peripheral CD4 T cells of HIV-1 infected patients: a pilot 
study. Retrovirology. 2008;5:95.
 13. Sotsios Y, Whittaker GC, Westwick J, Ward SG. The CXC chemokine stromal 
cell-derived factor activates a Gi-coupled phosphoinositide 3-kinase in T 
lymphocytes. J Immunol. 1999;163:5954–63.
 14. Ganju RK, Brubaker SA, Meyer J, Dutt P, Yang Y, Qin S, Newman W, Groop-
man JE. The alpha-chemokine, stromal cell-derived factor-1alpha, binds 
to the transmembrane G-protein-coupled CXCR-4 receptor and activates 
multiple signal transduction pathways. J Biol Chem. 1998;273:23169–75.
 15. Duverger A, Jones J, May J, Bibollet-Ruche F, Wagner FA, Cron RQ, Kutsch 
O. Determinants of the establishment of human immunodeficiency virus 
type 1 latency. J Virol. 2009;83:3078–93.
 16. Dahabieh MS, Ooms M, Brumme C, Taylor J, Harrigan PR, Simon V, Sad-
owski I. Direct non-productive HIV-1 infection in a T-cell line is driven by 
cellular activation state and NFkappaB. Retrovirology. 2014;11:17.
CD4+ T cells after 6 or 72 h. The ratio of expression of genes at the sites of 
integration was determined in each in vitro condition. B, Expression of indi-
vidual genes at the site of HIV integration in CCL19-treated resting CD4+ 
T cells (x-axis) compared to unactivated (y-axis; upper panel) or PHA-IL2 
activated CD4+ T cells (y-axis; lower panel). C, The distance of integra-
tion sites to specific genomic elements including LINE, H4K20me3 and 
H4R3me following HIV infection of unactivated, CCL19-treated and PHA-IL2 
activated CD4+ T cells, or CD4+ T cells from HIV-infected patients on cART 
or randomly selected sites. Log distance is shown as box plots (median and 
quartiles) with violin plot of the kernel distribution. The means are shown as 
a red horizontal line.
Additional file 5: Table S1.Distance from HIV integration sites to genomic 
and epigenetic marks in CCL19-treated cells (CCL19), other in vitro infected 
unactivated (Unactive), activated (IL-2/PHA), and in cell from patients on 
cART (Patient).
Additional file 6: Figure S5. Association between integration sites Alu 
and LINE in different culture conditions. A, The distance in base pairs from 
the integration site to the nearest Alu is shown for Alu, Alu S Alu J and Alu 
Y elements in the human genome. B, Similar analyses for LINE, RTE, CR1, L1 
and L2 are shown.
Additional file 7: Figure S6. Common integration sites between cells 
from different culture conditions. The Venn diagram shows the genes 
distinct and common between the three culture conditions. The number 
of genes with insertion sites that were shared between unactivated, CCL19 
and PHA-IL2 are indicated. Only 2 genes NDS1 and TBCD (blue) were com-
mon with the list of genes with multiple insertion sites reported in CD4+ T 
cells from HIV-infected patients on cART [25–27, 32, 33]. Gene symbols for 
each of the insertion sites are shown within each group. Genes associated 
with mitosis, proliferation, or cancer is shown in red.
Page 12 of 12Saleh et al. Retrovirology  (2016) 13:49 
 17. Young MR, Yang HS, Colburn NH. Promising molecular targets for cancer 
prevention: AP-1, NF-kappa B and Pdcd4. Trends Mol Med. 2003;9:36–41.
 18. Duverger A, Wolschendorf F, Zhang M, Wagner F, Hatcher B, Jones J, Cron 
RQ, van der Sluis RM, Jeeninga RE, Berkhout B, Kutsch O. An AP-1 binding 
site in the enhancer/core element of the HIV-1 promoter controls the 
ability of HIV-1 to establish latent infection. J Virol. 2013;87:2264–77.
 19. Bukrinskaya A, Brichacek B, Mann A, Stevenson M. Establishment 
of a functional human immunodeficiency virus type 1 (HIV-1) 
reverse transcription complex involves the cytoskeleton. J Exp Med. 
1998;188:2113–25.
 20. Sanchez-Sanchez N, Riol-Blanco L, Rodriguez-Fernandez JL. The multiple 
personalities of the chemokine receptor CCR7 in dendritic cells. J Immu-
nol. 2006;176:5153–9.
 21. Riol-Blanco L, Sanchez-Sanchez N, Torres A, Tejedor A, Narumiya S, 
Corbi AL, Sanchez-Mateos P, Rodriguez-Fernandez JL. The chemokine 
receptor CCR7 activates in dendritic cells two signaling modules that 
independently regulate chemotaxis and migratory speed. J Immunol. 
2005;174:4070–80.
 22. Schaeuble K, Hauser MA, Singer E, Groettrup M, Legler DF. Cross-talk 
between TCR and CCR7 signaling sets a temporal threshold for enhanced 
T lymphocyte migration. J Immunol. 2011;187:5645–52.
 23. Manganaro L, Lusic M, Gutierrez MI, Cereseto A, Del Sal G, Giacca M. Con-
certed action of cellular JNK and Pin1 restricts HIV-1 genome integration 
to activated CD4+ T lymphocytes. Nat Med. 2010;16:329–33.
 24. Vatakis DN, Kim S, Kim N, Chow SA, Zack JA. Human immunodeficiency 
virus integration efficiency and site selection in quiescent CD4+ T cells. J 
Virol. 2009;83:6222–33.
 25. Ikeda T, Shibata J, Yoshimura K, Koito A, Matsushita S. Recurrent HIV-1 
integration at the BACH2 locus in resting CD4+ T cell populations during 
effective highly active antiretroviral therapy. J Infect Dis. 2007;195:716–25.
 26. Maldarelli F, Wu X, Su L, Simonetti FR, Shao W, Hill S, Spindler J, Ferris AL, 
Mellors JW, Kearney MF, et al. HIV latency. Specific HIV integration sites 
are linked to clonal expansion and persistence of infected cells. Science. 
2014;345:179–83.
 27. Wagner TA, McLaughlin S, Garg K, Cheung CY, Larsen BB, Styrchak S, 
Huang HC, Edlefsen PT, Mullins JI, Frenkel LM. HIV latency. Proliferation 
of cells with HIV integrated into cancer genes contributes to persistent 
infection. Science. 2014;345:570–3.
 28. Lewinski MK, Yamashita M, Emerman M, Ciuffi A, Marshall H, Crawford G, 
Collins F, Shinn P, Leipzig J, Hannenhalli S, et al. Retroviral DNA integra-
tion: viral and cellular determinants of target-site selection. PLoS Pathog. 
2006;2:e60.
 29. Schroder AR, Shinn P, Chen H, Berry C, Ecker JR, Bushman F. HIV-1 integra-
tion in the human genome favors active genes and local hotspots. Cell. 
2002;110:521–9.
 30. Xu X, Hoang S, Mayo MW, Bekiranov S. Application of machine learning 
methods to histone methylation ChIP-Seq data reveals H4R3me2 globally 
represses gene expression. BMC Bioinformatics. 2010;11:396.
 31. Wongtawan T, Taylor JE, Lawson KA, Wilmut I, Pennings S. Histone 
H4K20me3 and HP1alpha are late heterochromatin markers in develop-
ment, but present in undifferentiated embryonic stem cells. J Cell Sci. 
2011;124:1878–90.
 32. Imamichi H, Natarajan V, Adelsberger JW, Rehm CA, Lempicki RA, Das B, 
Hazen A, Imamichi T, Lane HC. Lifespan of effector memory CD4+ T cells 
determined by replication-incompetent integrated HIV-1 provirus. AIDS. 
2014;28:1091–9.
 33. Marini B, Kertesz-Farkas A, Ali H, Lucic B, Lisek K, Manganaro L, Pongor S, 
Luzzati R, Recchia A, Mavilio F, et al. Nuclear architecture dictates HIV-1 
integration site selection. Nature. 2015;521:227–31.
 34. Alcami J, Lain de Lera T, Folgueira L, Pedraza MA, Jacque JM, Bachelerie 
F, Noriega AR, Hay RT, Harrich D, Gaynor RB, et al. Absolute depend-
ence on kappa B responsive elements for initiation and Tat-mediated 
amplification of HIV transcription in blood CD4 T lymphocytes. EMBO J. 
1995;14:1552–60.
 35. Leonard J, Parrott C, Buckler-White AJ, Turner W, Ross EK, Martin MA, Rab-
son AB. The NF-kappa B binding sites in the human immunodeficiency 
virus type 1 long terminal repeat are not required for virus infectivity. J 
Virol. 1989;63:4919–24.
 36. Franza BR Jr, Josephs SF, Gilman MZ, Ryan W, Clarkson B. Characterization 
of cellular proteins recognizing the HIV enhancer using a microscale 
DNA-affinity precipitation assay. Nature. 1987;330:391–5.
 37. Bellas RE, Hopkins N, Li Y. The NF-kappa B binding site is necessary for 
efficient replication of simian immunodeficiency virus of macaques in 
primary macrophages but not in T cells in vitro. J Virol. 1993;67:2908–13.
 38. Recchia A, Bonini C, Magnani Z, Urbinati F, Sartori D, Muraro S, Taglia-
fico E, Bondanza A, Stanghellini MT, Bernardi M, et al. Retroviral vector 
integration deregulates gene expression but has no consequence on 
the biology and function of transplanted T cells. Proc Natl Acad Sci USA. 
2006;103:1457–62.
 39. Felice B, Cattoglio C, Cittaro D, Testa A, Miccio A, Ferrari G, Luzi L, Recchia 
A, Mavilio F. Transcription factor binding sites are genetic determinants of 
retroviral integration in the human genome. PLoS ONE. 2009;4:e4571.
 40. Ciuffi A, Bushman FD. Retroviral DNA integration: HIV and the role of 
LEDGF/p75. Trends Genet. 2006;22:388–95.
 41. Daugaard M, Baude A, Fugger K, Povlsen LK, Beck H, Sorensen CS, 
Petersen NH, Sorensen PH, Lukas C, Bartek J, et al. LEDGF (p75) promotes 
DNA-end resection and homologous recombination. Nat Struct Mol Biol. 
2012;19:803–10.
 42. Volcic M, Karl S, Baumann B, Salles D, Daniel P, Fulda S, Wiesmuller L. NF-
kappaB regulates DNA double-strand break repair in conjunction with 
BRCA1-CtIP complexes. Nucleic Acids Res. 2012;40:181–95.
 43. Sun Y, Pinchuk LM, Agy MB, Clark EA. Nuclear import of HIV-1 DNA in rest-
ing CD4+ T cells requires a cyclosporin A-sensitive pathway. J Immunol. 
1997;158:512–7.
 44. Han Y, Lassen K, Monie D, Sedaghat AR, Shimoji S, Liu X, Pierson TC, 
Margolick JB, Siliciano RF, Siliciano JD. Resting CD4+ T cells from human 
immunodeficiency virus type 1 (HIV-1)-infected individuals carry 
integrated HIV-1 genomes within actively transcribed host genes. J Virol. 
2004;78:6122–33.
 45. Sherrill-Mix S, Lewinski MK, Famiglietti M, Bosque A, Malani N, Ocwieja KE, 
Berry CC, Looney D, Shan L, Agosto LM, et al. HIV latency and integration 
site placement in five cell-based models. Retrovirology. 2013;10:90.
 46. Sallusto F, Lenig D, Forster R, Lipp M, Lanzavecchia A. Two subsets of 
memory T lymphocytes with distinct homing potentials and effector 
functions. Nature. 1999;401:708–12.
 47. Schindelin J, Arganda-Carreras I, Frise E, Kaynig V, Longair M, Pietzsch 
T, Preibisch S, Rueden C, Saalfeld S, Schmid B, et al. Fiji: an open-source 
platform for biological-image analysis. Nat Methods. 2012;9:676–82.
 48. Nevado J, Tenbaum SP, Castillo AI, Sanchez-Pacheco A, Aranda A. Activa-
tion of the human immunodeficiency virus type I long terminal repeat by 
1 alpha,25-dihydroxyvitamin D3. J Mol Endocrinol. 2007;38:587–601.
 49. Nabel G, Baltimore D. An inducible transcription factor activates expres-
sion of human immunodeficiency virus in T cells. Nature. 1987;326:711–3.
 50. Lewin SR, Murray JM, Solomon A, Wightman F, Cameron PU, Purcell DJ, 
Zaunders JJ, Grey P, Bloch M, Smith D, et al. Virologic determinants of 
success after structured treatment interruptions of antiretrovirals in acute 
HIV-1 infection. J Acquir Immune Defic Syndr. 2008;47:140–7.
 51. Ihaka R, Gentleman R. R: a language for data analysis and graphics. J 
Comput Graph Stat. 1996;5:299–314.
 52. Liu FY, Zhao ZJ, Li P, Ding X, Guo N, Yang LL, Zong ZH, Sun CF. NF-
kappaB participates in chemokine receptor 7-mediated cell survival in 
metastatic squamous cell carcinoma of the head and neck. Oncol Rep. 
2011;25:383–91.
 53. O’Hayre M, Salanga CL, Kipps TJ, Messmer D, Dorrestein PC, Handel TM. 
Elucidating the CXCL12/CXCR4 signaling network in chronic lym-
phocytic leukemia through phosphoproteomics analysis. PLoS ONE. 
2010;5:e11716.
 54. Teicher BA, Fricker SP. CXCL12 (SDF-1)/CXCR4 pathway in cancer. Clin 
Cancer Res. 2010;16:2927–31.
